SEQUENCE LISTING 



<110> CHANG , HAN 

YANG, WEN- PIN 
WU, YULI 
WHITNEY, GENA S. 
PEREZ -VILLAR, JUAN J. 
KANNER, STEVEN B. 

<120> CLONING AND EXPRESSION OF HUMAN SLAP- 2 : A NOVEL 

SH2/SH3 DOMAIN -CONTAINING HUMAN SLAP HOMOLOGUE HAVING 
IMMUNE CELL-SPECIFIC EXPRESSION 

<130> D0043NP 

<140> TBA 

<141> 2001-11-20 

<150> 60/252545 
<151> 2000-11-22 

<160> 7 

<170> Patentln Ver. 2.1 

<210> 1 

<211> 2567 

<212> DNA 

<213> Homo sapiens 

<400> 1 

cccacgcgtc cggtcggagc tagagctcca aggaccccac gcctgtgtct ctgtgacaga 60 
gctcaaaggg ccctgggcct tccctccctg gctcggctgt gcttgggagg gttccccagt 12 0 
ccagaatccc taaggagcat ggggcagctg atccatccct ggtgtacaaa ctgctgactg 180 
cagacagatg ctgagctacc caaaccaaca cctagcctct ccctgaagat cctcccaggc 240 
tgagagagtt ctgggtgtcc taggaccaag gacactggca gacttccaga agggccccca 3 00 
aagccctaac ctgtccagcc agagcatgcg tctcagcaga gctgtcttcc caagcctttg 3 60 
atgacaaacc aatttccctc gatgatgtgc ttctgagtgc tctgctgagg aacaatggga 42 0 
agtctgccca gcagaagaaa atctctgcca agcccaagct tgagttcctc tgtccaaggc 480 
cagggacctg tgaccatgga agcagagaga agcaaggcca cagccgtggc cctgggcagt 54 0 
ttcccggcag gtggcccggc cgagctgtcg ctgagactcg gggagccatt gaccatcgtc 600 
tctgaggatg gagactggtg gacggtgctg tctgaagtct caggcagaga gtataacatc 660 
cccagcgtcc acgtggccaa agtctcccat gggtggctgt atgagggcct gagcagggag 72 0 
aaagcagagg aactgctgtt gttacctggg aaccctggag gggccttcct catccgggag 780 
agccagacca ggagaggctc ttactctctg tcagtccgcc tcagccgccc tgcatcctgg 84 0 
gaccggatca gacactacag gatccactgc cttgacaatg gctggctgta catctcaccg 900 
cgcctcacct tcccctcact ccaggccctg gtggaccatt actctgagct ggcggatgac 960 
atctgctgcc tactcaagga gccctgtgtc ctgcagaggg ctggcccgct ccctggcaag 1020 



gatatacccc tacctgtgac tgtgcagagg 
tccctcctgt tttctgaagc tgccacaggg 
gagtccctca gcttctacat cagcctgaat 
gcccaaagga gaggccaaaa gggaaaccaa 
cctgggcacc ccagaggcaa ggctgtgcac 
atctagggtc ccacctgtac ccttgctctt 
tccttccagt gccatgatcc cacctgcgac 
agggccaggg ttccaaaaag agaataagcc 
agtttggggt ttccagtacc atctggatgc 
accattaacc aggccccacc cacaaggtag 
ttttcagaaa atctacaagt ctcgttgaga 
ggcctagaag ggaaaggaaa gctgagatga 
tccaggctct atgtgacctc cagagcaaag 
atgtccccca ttgaggacaa cagccccagc 
gccctgttgc ccatgctgga gtgcaatggc 
ctggattcaa acaattctcc tgcctcagcc 
caccatgcct ggctaatttt tttgtatttt 
aggctggtgt cgaactcctg acctcaggtg 
ggattacagg tgtgagccac ggcacccagc 
gcttaccatt ccctagcaca ctggccttgc 
cttaagtcta gcacactgca gtgaggccag 
ggtgctaagc cctctctcca caatgccaag 
ccttgatttc cctgctgcct ccataaacag 
agggagagga agaaagaggg atggggtggg 
ccaagctaca ggtggggtgg gaaaggcttt 
agatttgatt tattcaagta tgtgaaaaaa 



acaccactca actggaaaga gctggacagc 1080 
gaggagtctc ttctcagtga gggtctccgg 114 0 
gacgaggctg tctctttgga tgatgcctag 1200 
ggctgcacac ctagaacccc aattcagcct 1260 
tcagggaggg agggtgggac acagaggtgc 132 0 
tcctctctta gcccttagaa gtcacctact 1380 
ctctagtgcg agtgcagaga aggtgggacc 144 0 
tcctgggggg tctgacctag ttagttcttg 1500 
cctgcctgtt gagccccatt ctacatcccc 1560 
aaacaacccc tagagtcaac gagaaagtca 162 0 
ccaccaccat acctcagaag gtaggactgt 1680 
tgtcttaccg tagcagcaga tcttggatgg 1740 
agaaagactt cggacagtct aggtcctcaa 1800 
tctttttctt tttttttgag acggagtctt 1860 
acgatctcag ctcactgcaa cctccatctc 1920 
tccagaatag ctgggattac aggcgtacac 1980 
tagtagacat ggggtttcac cacattggcc 2 04 0 
atccacccac cttggcctcc caaagtgctg 2100 
ctagctctca gatctctatt tcattttgtg 2160 
catcttgtgg ccgaataaaa aataacacct 2220 
gcacctcagt gctgggcagg ggcatcagaa 22 80 
acggagacca cagcctacac caaatccagc 2340 
aaagaggtct gctggatccg ctaagggatc 24 00 
aggcaccccc tccagtgctc ctactggttc 2460 
atcaggtatc atcaacaggt tctcaattaa 2520 
aaaaaaaaaa aaaaaaa 2 5 67 



<210> 2 
<211> 261 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Gly Ser Leu Pro Ser Arg Arg Lys Ser Leu Pro Ser Pro Ser Leu 
! 5 10 15 

Ser Ser Ser Val Gin Gly Gin Gly Pro Val Thr Met Glu Ala Glu Arg 

20 25 30 

Ser Lys Ala Thr Ala Val Ala Leu Gly Ser Phe Pro Ala Gly Gly Pro 
35 40 45 

Ala Glu Leu Ser Leu Arg Leu Gly Glu Pro Leu Thr He Val Ser Glu 
50 55 60 



Asp Gly Asp Trp Trp Thr Val Leu Ser Glu Val Ser Gly Arg Glu Tyr 
65 70 75 80 



Asn lie Pro Ser Val His Val Ala Lys Val Ser His Gly Trp Leu Tyr 

85 90 95 



Glu Gly Leu Ser 

100 

Asn Pro Gly Gly 
115 

Ser Tyr Ser Leu 
130 

lie Arg His Tyr 
145 

Ser Pro Arg Leu 



Ser Glu Leu Ala 

180 

Leu Gin Arg Ala 
195 

Thr Val Gin Arg 
210 

Leu Phe Ser Glu 
225 

Leu Arg Glu Ser 



Ser Leu Asp Asp 

260 



Arg Glu Lys Ala 



Ala Phe Leu lie 

120 

Ser Val Arg Leu 
135 

Arg lie His Cys 
150 

Thr Phe Pro Ser 
165 

Asp Asp He Cys 



Gly Pro Leu Pro 

200 

Thr Pro Leu Asn 
215 

Ala Ala Thr Gly 
230 

Leu Ser Phe Tyr 
245 

Ala 



Glu Glu Leu Leu 
105 

Arg Glu Ser Gin 



Ser Arg Pro Ala 

140 

Leu Asp Asn Gly 
155 

Leu Gin Ala Leu 
170 

Cys Leu Leu Lys 
185 

Gly Lys Asp He 



Trp Lys Glu Leu 

220 

Glu Glu Ser Leu 
235 

He Ser Leu Asn 
250 



Leu Leu Pro Gly 
110 

Thr Arg Arg Gly 
125 

Ser Trp Asp Arg 



Trp Leu Tyr He 

160 

Val Asp His Tyr 
175 

Glu Pro Cys Val 
190 

Pro Leu Pro Val 
205 

Asp Ser Ser Leu 



Leu Ser Glu Gly 

240 

Asp Glu Ala Val 
255 



<210> 3 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: PY749 PCR 
PRIMER 



cggatcagac actacaggat c 



21 



<210> 4 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: PY751 PCR 
PRIMER 

<400> 4 

cgtcattcag gctgatgtag 



03 
03 

«3 <220> 



*2 

S3 



<210> 5 
<211> 30 
<212> DNA 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: GENE TRAPPER 
PY750 PRIMER 

<400> 5 

tactctgagc tggcggatga catctgctgc 



<210> 6 

<211> 276 

<212> PRT 

<213> Homo sapiens 

<400> 6 

Met Gly Asn Ser Met Lys Ser Thr Pro Ala Pro Ala Glu Arg Pro Leu 
15 10 15 

Pro Asn Pro Glu Gly Leu Asp Ser Asp Phe Leu Ala Val Leu Ser Asp 

20 25 30 

Tyr Pro Ser Pro Asp lie Ser Pro Pro lie Phe Arg Arg Gly Glu Lys 
35 40 45 

Leu Arg Val He Ser Asp Glu Gly Gly Trp Trp Lys Ala He Ser Leu 
50 55 60 

Ser Thr Gly Arg Glu Ser Tyr He Pro Gly He Cys Val Ala Arg Val 



30 



4 



65 



70 



75 



80 



Tyr His Gly Trp 



Leu Leu Gin Leu 

100 

Ser Glu Thr Lys 
115 

Val Lys His Tyr 
130 

Ser Pro Arg Leu 
145 

Ser Glu Val Ala 



Thr Gin Ser Thr 

180 

Thr Leu Arg Gin 
195 

Glu Asp Pro Glu 
210 

Phe Ser Tyr Gly 
225 

Ser Glu Asp Asn 



Met Tyr Gly Gly 

260 



Leu Phe Glu Gly 
85 

Pro Asp Thr Lys 



Lys Gly Phe Tyr 

120 

Arg lie Phe Arg 
135 

Thr Phe Gin Cys 
150 

Asp Gly Leu Cys 
165 

Ala Ala Pro Ala 



Lys Thr Val Asp 

200 

Gly Thr Glu Asn 
215 

Leu Arg Glu Ser 
230 

Thr Ser Phe Asp 
245 

Ser Lys Arg Lys 



Leu Gly Arg Asp 
90 

Val Gly Ser Phe 
105 

Ser Leu Ser Val 



Leu Pro Asn Asn 

140 

Leu Glu Asp Leu 
155 

Cys Val Leu Thr 
170 

Val Arg Ala Ser 
185 

Trp Arg Arg Val 



Pro Leu Gly Val 

220 

lie Ala Ser Tyr 
235 

Arg Lys Lys Lys 
250 

Ser Ser Phe Phe 
265 



Lys Ala Glu Glu 
95 

Met lie Arg Glu 
110 

Arg His Arg Gin 
125 

Trp Tyr Tyr lie 

Val Asn His Tyr 

160 

Thr Pro Cys Leu 
175 

Ser Ser Pro Val 
190 

Ser Arg Leu Gin 
205 

Asp Glu Ser Leu 

Leu Ser Leu Thr 

240 

Ser lie Ser Leu 
255 

Ser Ser Pro Pro 
270 



Tyr Phe Glu Asp 
275 



<210> 7 
<211> 281 
<212> PRT 

<213> Mus musculus 



Met Gly Asn Ser Met Lys Ser Thr Ser Pro Pro Ser Glu Arg Pro Leu 
15 10 15 



Ser Ser Ser 



Tyr Pro Ser 
35 

Leu Arg Val 
50 

Ser Thr Gly 
65 

Tyr His Gly 
Leu Leu Gin 

03 

Ser Glu Thr 

: ; 115 

1.4 Val Lys His 

1^ 13 0 

nj 

Ser Pro Arg 
Q 145 

Ser Glu Val 



Ala Gin Asn 



Pro Gly Ser 
195 

Val Ser Arg 
210 

Val Asp Glu 
225 

Tyr Leu Ser 



Glu Gly Leu Glu 
20 

Pro Asp lie Ser 



lie Ser Asp Glu 

55 

Arg Glu Ser Tyr 
70 

Trp Leu Phe Glu 
85 

Leu Pro Asp Thr 
100 

Lys Lys Gly Phe 



Tyr Arg lie Phe 

135 

Leu Thr Phe Gin 
150 

Ala Asp Gly Leu 
165 

lie Pro Ala Pro 
180 

Pro Val Thr Leu 



Leu Gin Glu Gly 

215 

Ser Leu Phe Ser 
230 

Leu Thr Gly Asp 
245 



Ser Asp Phe Leu Ala 
25 

Pro Pro lie Phe Arg 
40 

Gly Gly Trp Trp Lys 

60 

lie Pro Gly lie Cys 

75 

Gly Leu Gly Arg Asp 
90 

Lys lie Gly Ser Phe 
105 

Tyr Ser Leu Ser Val 
120 

Arg Leu Pro Asn Asn 

140 

Cys Leu Glu Asp Leu 

155 

Cys Cys Val Leu Thr 
170 

Thr Ser His Pro Ser 
185 

Arg Gin Lys Thr Phe 
200 

Ser Glu Gly Ala Glu 

220 

Tyr Gly Leu Arg Glu 

235 

Asp Ser Ser Ser Phe 
250 



Val Leu Thr Asp 
30 

Arg Gly Glu Lys 
45 

Ala lie Ser Leu 



Val Ala Arg Val 

80 

Lys Ala Glu Glu 
95 

Met lie Arg Glu 
110 

Arg His Arg Gin 
125 

Trp Tyr Tyr lie 



Val Thr His Tyr 

160 

Thr Pro Cys Leu 
175 

Pro Cys Thr Ser 
190 

Asp Trp Lys Arg 
205 

Asn Pro Leu Arg 



Ser lie Ala Ser 

240 

Asp Arg Lys Lys 
255 



6 



Lys Ser Leu Ser Leu Met Tyr Thr Gly Ser Lys Arg Lys Ser Ser Phe 

260 265 270 

Phe Ser Ala Pro Gin Tyr Phe Glu Asp 
275 280 



£3 
J3 

''4 




a 



7 



